. GI/accession number of sequences used for uORFs analyses. Calculated molecular weight (MW), theoretical isoelectric point (IP) and % of serine (S) and arginine (R) residues for uORFs identified. Figure S1 . A) Frequency of the intercistronic length between the predicted uORF and the mORF found for plant phosphoethanolamine N-methyltransferase sequences. B) Logo sequence for uAUG context and mORF AUG. The consensus sequence for AUG context indicated is that of plant kingdom (Rangan et al., 2008) . Figure S2 . Expression patterns of homozygous 35S-uORF WT and 35S-uORF-MUT lines. A) GFP expression pattern in 8-9 day-old seedlings for 5 lines with one T-DNA insertion. Number of each line is indicated and those selected are marked with *. B) GFP expression pattern and C) GUS and XIPOTL1 transcript levels are shown for representative lines chosen. In B, chlorophyll autofluorescence and bright field photographs are shown for 3-old-day shoots and roots, respectively. In C, transcript levels were determined by RT-PCR assay; oligonucleotides for XIPOTL1 RT-PCR analysis were designed to anneal within the XIPOTL1 5'UTR. ACT2 was used as a load control. 
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